Omics and literature mining.
The measurement of the simultaneous expression values of thousands of genes or proteins from high throughput Omics platforms creates a large amount of data whose interpretation by inspection can be a daunting task. A major challenge of using such data is to translate these lists of genes/proteins into a better understanding of the underlying biological phenomena. We describe approaches to identify biological concepts in the form of Medical Subject Headings (MeSH terms) as extracted from MEDLINE that are significantly overrepresented within the identified gene set relative to those associated with the overall collection of genes on the underlying Omics platform. The method's principle strength is its ability to simultaneously depict similarities that may exist at the level of biological structure, molecular function, physiology, genetics, and clinically manifest diseases, just as a single published article about a gene of interest may report findings within several of these same dimensions.